Complete Genome Sequence of a Novel Natural Recombinant H5N5 Influenza Virus from Ducks in Central China
We reported the complete genome sequence of an H5N5 avian influenza virus (AIV) that was first isolated from duck in central China in 2010. Genomic sequence and phylogenetic analyses showed that this virus was a recombinant between H5N1 AIV circulated in southeastern Asia and an N5 subtype influenza virus. These data are beneficial for investigating the epidemiology and ecology of AIVs in central China.
A vian influenza A virus (AIV) is a single-strained negativesense RNA virus belonging to the family Orthomyxoviridae (6) . On the basis of the surface hemagglutinin (HA) and neuraminidase (NA) glycoproteins, the AIVs are divided into 17 HA subtypes and 9 NA subtypes (5). Theoretically, there are 153 subtypes of AIV. However, the H5N5-subtype virus was rarely isolated. At present, only four H5N5 subtype AIVs were submitted to the NCBI database, including two American isolates and two eastern China isolates (2, 4) .
In Therefore, continuing influenza virus surveillance in poultry is beneficial for understanding the ecology and evolution properties of AIVs in central China.
Nucleotide sequence accession numbers. The genome sequences of A/Duck/HuBei/03/2010(H5N5) have been deposited in GenBank under accession numbers JX878680 to JX878687.
